
 

 

 

Supplementary Figure S1. 4C profiles. Four examples of 4C-seq profiles: CDH1 (down-regulated gene), 

FBN1 (up-regulated gene), TP53 (unchanged gene) and MMP1 (low expressing gene), in MCF10A and 

G12V MCF10A cells. Domains are marked with gray box, genes marked with black arrow. Hi-C data from 

GM12878 is shown on the top 23. Chromosomal coordinates in Mb of human hg19 genome build are 

indicated in the bottom. 



 

Supplementary Figure S2. RNA-seq, ATAC-seq and ChIP-seq 

reproducibility.  Correlation plots between ATAC-seq replicas 

(A) and ChIP-seq replicas (B). log2CPM of replica 1 within peaks 

was plotted against the log2CPM of replica 2 within peaks. 

Values for Pearson correlation and test are shown. (C) 

hierarchical clustering of the pearson correlation between the 

RNA-seq replicas. 

 

 

C 



 

Supplementary Figure S3. Transcriptional response to p53 activation by Nutlin3a in MCF10A cells 

measured by real time PCR (top) and RNA-seq (bottom). genes in this figure were down regulated after 

HRas-induced transformation and contain p53 motif in their lost DARs. p-students t test and SD of three 

replicas are presented. 



 

 

Supplementary Figure S4. Sequence integrity of TP53 and CTCF.  IGV browser shots of RNA-seq reads 

from MCF10A and G12V cells mapped to TP53 and CTCF loci. Two replicas are shown. Gray color 

indicates agreement with the human reference genome (hg19) sequence. Other colors are present in 

low proportion in individual replicas indicate sequencing errors. The deviation from hg19 sequence in 

TP53 from CCC to CGC in exon 4 exchange proline to arginine at codon 72 of p53. This is a known 

variation that occurs at a high frequency (>50%) in some populations (Pietsch et al., PMID: 16550160). 

 



         

Supplementary Figure S5. Differential p53 and CTCF binding.  MA plot displaying the mean normalized 

counts (Counts Per Million (CPM), x-axis) versus the log 2 fold change between MCF10A and G12V cells 

(y-axis), of the p53 ChIP-seq (left) and CTCF (right) peaks. Red and blue points represent unique G12V 

and unique MCF10A peaks, respectively, as declared by EdgeR analysis.  

 

 

Supplementary Figure S6. Chromatin accessibility at MCF10A p53 binding loci.  The number of p53 

ChIP peaks in MCF10A is indicated. The chromatin accessibility state of these loci in MCF10A and G12V is 

color coded. p-proportional test. 

 



   



 

 

Supplementary Figure S7. Motif enrichment in cell type-specific p53 binding sites.  

Enrichment was calculated in G12V-specific, the whole G12V, and MCF10A-specific p53 binding loci 

(ChIP peaks) against the genomic sequence background.  

 

 

 

 

 

 

 

 



Supplementary Table S1. Primers used for measuring gene expression by real time PCR. 

Gene   Primer 5' to 3'   

SDC1 
Forward TCCCCACACAGAGGATGGAG 

Reverse CTCCCCCGAGGTTTCAAAGG 

NDRG 
Forward GTACTTCGTGCAGGGCATGG 

Reverse GCGGGTGCCATCCAGAGAA 

COL17A1 
Forward CTCCCCATCCCCAAGAAAGGC 

Reverse GACCACACATGGGAGGGAAGG 

TP63 
Forward GTCATTTGATTCGAGTAGAGGGG 

Reverse CTGGGGTGGCTCATAAGGT 

SERPINB5 
Forward CGCAATGGATGCCCTGCAAC 

Reverse AGGACATTGCCCAGTGGCTC 

EPS8L2 
Forward CACACTGAGGTCTGCCCTTC 

Reverse GTCCTTGGGGCTCATCTTGG 

EFNB1 
Forward CCGCACACGCACCATGAAG 

Reverse GCCTGTGTGGCCATCTTGAC 

TP53INP1 
Forward GCCCAAGTAGTCCCAGAGTGG 

Reverse CCACTGGGAAGGGCGAAAG 

FAM198B 
Forward AGGATCCTGGGGCTCAACAG 

Reverse GCGCATGGAAAGACACGCTG 

RGS12 
Forward CCGGTCAACATCGACAGCC 

Reverse TGGTACAGCGGGGACTTCAG 

 

 

 

 



Supplementary Table S2. Inverse primers used for 4C library amplification.  

 

 

 

 

 

 

 

Inverse PCR primers for 4C 

Bait Forward primer Reverse primer 

FN1 CCTGTGGCAATTACTGAAGGTG GCAAGATAAACCTGTAGCTAAAGC 

CDH1 GCAGGGGCTAGAAACAAGC ATTGTCACAACGATAAGGCC 

FBN1 TGCCACCTTTCAGAGACCAT GGCATCCTGTTAAGCAACAAAG 

TP53 CAGCTGAGAGCAAACGCAAA GGCTTTCCGTAATATCACACCC 

MMP1 CCATAAACAAGTCATTCTCAAAGC ACTAAAGCCAAGATTTCTGTTACTG 


